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Fig.3 
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Fig.6 
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Fig.8 
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Fig. 11 
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Fig. 13 
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Fig. 14 
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Fig. 15 




200 220 240 



Wavelength (nm) 



Fig. 16 

o-, 



-5- 




15 J 1 1 1 1 1 1 1 1- 

20 30 40 50 60 70 80 90 
Temperature (°C) 



14/37 



Fig. 17 
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Fig. 18 
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Fig. 19 
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Fig. 21 
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Fig.22 




20/37 



Fig.23 
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Fig.24 
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Fig.25 
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Fig. 26 
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Fig.27 





Tth: Thermus thermophilus HB8 

Eco: Escherichia coli 
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Bsu: Bacillus subtilis 

Mtu: Mycobacterium tuberculosis 

Dra: Deinococcus radiodurans 
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Fig.29 
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Fig. 30 
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Fig. 31 
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Fig.34 



UvrB-(3 154 RNf 
TRCF-B 86WRI 



> [YPRE|Vn]EjRLL|E fGYftf^N DI 184 
aEREAuJsfeLjJKLGYTO- - - 113 



* * * **** #* ##* **# # 



UvrB-B 185 
TRCF-B 114 



LSPGRffiAKGEVj-EfflFPAYETE 



ED— MBVLGEA 



JUG- 



sfe * 



F 215 

EMBLEIFF 148 
* * * 



UvrB-B 216 GDE^ERfCSQVHPVTG-ERClRELpGl 236 

TRCF-B 149 baElLJERLWRGEERRR 163 



UvrB-B 237 - 
TRCF-B 164 S 



IplA 242 * Identical amino acid residues 

- P| G 172 . Homologous amino acid residues 




32/37 



Fig. 3 5 
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Fig.36 
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Fig. 3 7 
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Fig.38 
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Fig. 39 
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